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Aiwenflipients to the Claims 

1. (Currently Amended) A hybridization assay probe comprising an 
, Jigftffl i rfw it idfl a target binding re ^n n from 1 8 to 35 bases in length that -which hybridizes to a target 
sequence present in targ et nucleic acid derived from a Cryptosporidium organism organisms in a test 
sample under stringent conditions to form a probe:target hybrid stable for detection, said 
g li gu uudeotidc luwhxg an &l lum 10 contiguous base rcgiuu which is at lc^i 80% co mpleni ca itoy 
to an at least 10 con t igu ous- bas e r egion present hi Qi l Uigcl sequence, whe r ein the m& target 
sequence is being selected from the group consisting of SEQ ID NO:l, SEQIDNO:2, SEQIDN03 
and SEQ ID NO:4, wherein said probe does not compris e a base region in addition to said target 
frinding region that is capable of stably bindingLto said target nucleic acid under said conditions, and 
wherein said probe does not hybridize to nucleic acid derived from a rion-Cryptosporidium organism 
in the said test sample to fotm a probe:non-target hybrid stable for detection under the stringent said 
conditions. 

Claims 2-6 (Canceled) 

7. (Currently Amended) The probe of claim 1 , wherein said probe contains at 
least two base sequences which regions_that hybridize to each other when said probe is not 
hybridized to the said target sequence under the s tr inge nt conditions. 

8. (Currently Amended) The probe of claim 1, wherein said probe comprises 
one o r mo re at least one base sequences which region that do does not stably hybridize to nucleic 
acid derived from Cryptosporidium organism s*, ojl 1 * q nucl e ic acid derived jQom-an o n- t ai&cl mgaimm 
pres e n t in the test sample, under the stringent said conditions. 

9. Canceled 
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10. (Original) The probe of claim 1 further comprising a detectable label. 

1 1 . (Original) The probe of claim * 2 further comprising a group of interacting 

labels, 

12. (Original) The probe of claim 1 1, wherein said interacting labels include a 
luminescent label and a quencher label. 

13. (Currently Amended) The probe of claim 1 ? wherein said oligonucle o tide 
target binding region includes at least one ribonucleotide modified to include a 2'-0-methyi 
substitution to the ribofuranosyl moiety. 

14. (Currently Amended) The probe of claim 1, wherein a pseudo peptide 
backbone joins at least a portion of the bases of said o lig o nucl e otid e target binding region. 

15. (Currently Amended) The probe of claim 1, wherein the stringen t said 
conditions comprise 50 raM succinic acid, 1% (w/v) LLS, 7.5 mM aldrithiol-2, 0.6 M LiG, 115 mM 
LiOH, 10 mM EDTA, 10 mM EGTA, 1.5% (v/v) ethyl alcohol (absolute), pH to 4.7, and a test 
sample temperature of about 60 °C. 

16. (Currently Amended) A hybridization assay The probe of claim 1 . comprising 
an oligonucleotide whiclrliybridizcs to a target sequence p resent iir nucleic acid dcrivc cH & o m a 
Gtyptosporidhtm oigani&m in a t test staple unde r sUiugcnt conditions to form a probe.urgct hybrid 
stabl e f or detection, 1 wherein aaM o ligonucleo t ide hag a the base sequence which of paid target 
binding region as at least 80% complementary to the base sequence of the said target sequence; 
wh e rein the target s e quence is selected iroin the gioup consisting of SEQ - ID NO:l» SEQ ID NO:2, 
SEQ ID NO : 3 and SEQ ID NO:4, and wherein said probe docs not hybridise to uuclciu acid derived 
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fl 'O in a ]wop€ryptospor idium o rganism in the lct>l sample to form a p r obc:non-target hyb r id stable 
for de t e c tion nndci th e str ing e nt c onditions . 

17. (Currently Amended) An o ligonucleotide JM probe of claim L which 
hybridizes to a target sequence pres e nt in nucleic acid derived torn a Qyptospvridium oi ' flmfaau iu 
a to t s ample under sfaingcn t conditions to Ibim a prubc.target hybrid stable f o r de t ection, wherein 
the base sequence of said probe is at least 80% complementary to the base sequence of the said target 
sequenc e^ whe r ein the target sequence is selected from die g r oup confuting of SEQ ID NQ:1, SEQ 
■ ED NO : 2 t £GQ ID NO:3 and SEQ ID NO:4, and wherein sai d probe does n o t hybridize to- nuUeic 
acid deriv e d from a nuu-Oyplosporidiuni o rganism in the test sample to f o rm a probe :n o n- t ar g e t 
hybrid stable f o r d e t e ction unde r thc st xingeut condi tio ns , 

18. (Currently Amended) &u uEgonucleotid c The probe of claim 1, which 
hybridizes to a target sequ e nce picscnt in jjtud e ie acid duivcd bomaCfyptospoi idium o rganism in 
a l est sample unde r stringent conditions to form a piobc.targ et hybrid &Uble for de t ection, wherein 
the base sequence of said probe is fully complementary to the base sequence of Ac paid target 
sequenc e, wherein th e taigct sequence is selected fr o m the group consisting of SEQ ID NO:l ? SEQ 
ID NO : 2, SEQ ID NO:3 and SEQ ID and wherein said piuU, docs not hybridize to nuclei c 
acid d e rived from a \io)i>*Qypto&put idium uigauinu hi the t est sample to form a probe. non^ targe t 
hybrid s t able for det e ction under die stringent c o nditions . 

1 9- (Currently Amended) A probe mix comprising the said probe of claim 1 and 
a first helper oligonucleotide from IS to 35 bases in length which hybridizes to ba r ing an at leas t 10 
contiguous babe itgi o i r whiuli is at leas t 80% coniplcinen t aiy to an at IcasHO contigu o us base - region 
pr e s e nt in a target sequence ; wh e rein the tax get sequ e nc e o f said first h e lper oligonucle o tide is 
selected from the group consisting of SEQ ID NO;21, SEQ IDNO:23, SEQ ID NO:25 and SEQ ID 
NO:27 under said conditions . 
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20. Canceled 

21 . (Withdrawn) The probe mix of claim 19 further comprising a second helper 
oligonucleotide having an at least 10 contiguous base region which is at least 80% complementary 
to an at least 1 0 contiguous base region present in a target sequence, wherein the target sequence of 
said second helper oligonucleotide is selected from the group consisting of SEQ ID NO;22> SEQ ID 
NO:24, SEQ ID NO:26 and SEQ ID NO:28. 

22- Canceled 

23- (Currently Amended) An amplification primer oligonucleotide for use in 
amplifying a nucleic acid sequence present in target nucleic acid derived from k Cryptosporidium 
organism organisms undei amplification condition* , said primer amplification oligonucleotide 
comprising a target binding region from 18 to 40 bases in length which hybridizes to an 
s H go nucleo l idc having an at least 10 c o ntiguous base region whidi is at least 80% & ei mpl c nieutai < y 
lo an at leaat 10 contiguous base region present in a target sequence selected from the group 
consisting of SEQ ID NO:48 ? SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66 under 
amplification conditions , wherein said amplification oligonucleotide does not comprise a base region 
in addition to said target binding region that is capable of stablv binding to said target nucleic acid 
under said conditions- and wherein said priaier amplification oligonucleotide; optionally includes a 
5* sequence winch that is recognized by an RNA polymerase or which enhances initiation oar 
elongation by an RNA polymerase. 

Claims 24-32 (Canceled) 
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33. (Currently Amended) TV p«4mw- amplification oligonucleotide of claim 23, 
wherein said primer am plification ol i gonucleotide includes the said 5' sequence which is nxogiiized 
b^ an BNA p o ljiua - a s c o r wliiili cnlkmcn. hmidlkm o r Jobation by m KNA p o lymerase. 

34. (Currently Amended) Thp prfrm^r amplification oligonucleotide of claim 33, 
wherein the said 5' sequence which is recognised by an UNA polymer ox which enhances 
iuitiali o n or donsati o n by an KNA pulymuasi is a T7 promoter having the base sequence of SEQ 
ID NO:69. 

35. (Currently Amended) "Hip primer amplification oligonucleotide of claim 23. 
wherein said primer amplification oligonucleotide contains at least two base s e q u e nces which 
regions that hybridize to each other when said amplific ation oligonucleotide is not hybridized to (he 
said target sequence under t he amplifica t ion said conditions. 

36. (Currently Amended) Thsprinw amplification oligonucleotide of claim 35 
further comprising a group of interacting labels. 

37. (Currently Amended) primer amplification oligonucleotide of claim 36. 
wherein said interacting labels include a luminescent label and a quencher label. 

38. (Currently Amended) Anr The amplification oligonucleotide of claim 23, 
wherein the base sequence of said target binding region piimu fui use in amplifying a umkic acid 
hc ii umcc pi e ^eut in nucluo acid derived fr o m a Ciyptosporidium oigamsnrimd e i amplificati o n 
co nditions, Mid primer ujniprking a t reU g onucleotidc having a base sequence which is at least 80% 
complementary to the base sequence of a said, target sequenc e, a ilcitcd from the group consisting 
uf SEQ ID NQ.40, SEQ ID NO.51. SEQ ID NO:60 and DCQ ID NO.0G, and whuuu Mid primer 
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u p l i u uaU^ i ncludes a SH^que ue c whi c h k iw c gnfrid b> an RITA pulj> incite ui wluUi udmae c s 
initiati o n or d b iigatl o n by anKNA jjoly mcrasc . 

39. Canceled 

40. (Cinrently Amended) An The, amplification oligonucleotide of claim £3. 
wherein the bay - fiance of 3aj d target. Hindoo region piimu fiji UAc hi amplifying & miclcic acid 
^quince piCM.nl iii nucleic acid derived fiuui a CiyptuspoiMium uranism uudu amplification 
c o nditions, wh e iein Lhc *qumju, uf Mid primer is fully complementary to the base sequence 
of a said target sequence ^Lctcd Hum flic giuu u cutiMSting uf SEQ ID N0.48, SEQ ID NOi54. SEQ 
ID NO:G0 and GCQ ID N0.66. and wlustcin said ohgonuolco t idc uutiunaUy include a 5' sequence 
which is rccugnuul by an UNA polym e iAse o r which udiauM.* iin tia li u n oi duugalion by an KNA 
polymerase. 

41. (Currently Amended) A set of amplification primers oligonucleotides for use 
in amplifying a nucleic acid sequence present in target nucleic acid derived from a Cryptosporidium 
organism onanisms ma de* amplication conditions , said set of primers amplification 
nli pnniu-.lentides including first and second primers amplification oligonucleotides, wherein: 

said first primer amplification oligonucleotide is said primer a mplification 
oli gonucleotide of claim 23; and 

said second primer amplification oligonucleotide comprises a target binding region 
fan 1R to 40 bases in le n gth which hybridizes to an oliaanudeoadehdvinadiiai.le.iAl 10 contiguous 
b ate itgioR which ia at Lcu>l C0% compl e me n tary to an at least 10 con t iguous. Um i c giuu picj&nt 
in a target sequence selected from the group consisting of SEQ 10*10:45, SEQ ID NO:46, SEQ ID 
NO:51, SEQ ID NO:52, SEQ ID NO:57, SEQ ID NO:58, SEQ ID NO:63 and SEQ ID NO:64 under 
amplification awdittona. wherein said second a mplification oligonucleotide does not comprise a 
hase region in add-on to said target binding region That is capable of stably bindinp to said target 
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nucleic acid under said conditions^ and wherein one o x more p rime rs said second_amplificatio,n 
oligo nucleotide of said set of prime r s optionally include includes a 5' sequence which that is 
recognized by an RNA polymerase or which thai enhances initiation or elongation by an RNA 
polymerase, 

42. Canceled 

43. (Currently Amended) The primer set of amplification oligonucleotides of 
claim 41 9 wherein the £aid target sequence of said second primer arnpliftcatip n oligonucleotide is 
selected from the group consisting ofSEQ ID NO:45, SEQ ID NQ:51 3 SEQ ID NO:57 and SEQ ID 
NO:63. 

44. Canceled 

45. (Currently Amended) The primer set of amplification oligonucleotides of 
claim 4 1 5 wherein the said target sequence of said second primer amplification oligonucleotide is 
selected from the group consisting of SEQ ID NO:46, SEQ IDNO:52> SEQ IDNO:58 and SEQ ID 
NO:64. 

Claims 46-49 (Canceled) 

50. (Currently Amended) A method for determining the presence of a 
Cryptosporidium o r g a nism organisms in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 1 under stringent conditions; 

and 

determining whether aprobe:target hybrid has formed as an indication of the presence 
of * Cryptosporidium organism organisms in the said test sample. 
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5L (Currently Amended) A method for determining the presence of at 
Cryptosporidium o rganism organisms in a test sample* said method comprising the steps of: 

contacting ifce said test sample with said probe of claim 16 under stringent conditions; 

and 

determining whether a probe:target hybrid has formed as an indication of the presence 
of a Cryptosporidium or gani s m organisms in the said test sample. 

52. (Currently Amended) A method for determining the presence of a 
Cryptosporidium uiganism organisms in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 1 7 under stringent conditions; 

and 

determining whether a probe:target hybrid has formed as an indication of the presence 
of a Cryptosporidium o rganis m organisms in the said test sample, 

53. (Currently Amended) A method for determining the presence of a 
Cryptosporidium o r ganism or ganisms in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 1 8 under stringent conditions; 

and 

determining whether a probertarget hybrid has fonned as an indication of the presence 
of a Cryptosporidium organis m pr ganisms in the said test sample. 

54. (Currently Amended) A method for amplifying Cryptosporidium nucleic acid 
which that may be present in a test sample, said method comprising the steps of: 

contacting the said test sample with said primer amplification oligonucleotide of 
claim 23 under amplification conditions; and 

amplifying a target sequence present in target nucleic acid derived from a 
Cryptosporidium oigan is m which organisms that may be present in the said test sample. 
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Claims 55-60 (Canceled) 

61. (Currently Amended) The method of claim 54 further comprising the step of 
providing to said t«t sample a hybridization assay probe for us e in determining Ik, of the 
whertiar said j a ^et sequence was amplified in said amplifying ste p Lai^lL aamence hi die test sample 
with a hyb i ldizati o B probe. 

62. (Currently Amended) The method of claim 61 ? therein said probe comprises 
^oligonucleotide which a target bindin? re gion from 1 8 to 35 bases in len gth thrt hybridizes to the 
amplified gaid target sequence or the complement thereof under stringent conditions to form a 
probe:target hybrid stable for detection, Mid oligonudiu l idu living ail at least 10 contiguous base 
iLgion which k ai ka^l 80% ujuiplcmi nl aiy to on at laaat 10 c unliguous b«mi ifcgten pre sent in the 
amplified fcug e l sequence, wherein the amplified said target sequence qt the complement thereof is 
being selected from the group consisting of SEQ ID NO:l, SEQ ID NO:2, SEQ ID NO:3 and SEQ 
ID NO:4, wherein said probe does not compri ^ a base region in addition to said target binding 
region that is capable of srahlv binding to nucleic acid derived from CryptospQrfdiu m organisms 
undeT said conditions, and wherein said probe does not hybridize to nucleic acid derived from a non- 
Cryptosporidium organism in the Hid test sample to form a probemon-target hybrid stable for 
detection under tlia stringen t said conditions- 
Claims 63-70 (Canceled) 

71 . (Currently Amended) A method for amplifying Cryptosporidium nucleic add 
which that may be present in a test sample, said melhod comprising the steps of: 

contacting lite said test sample with said primer amplification oligonucleot ide of 
claim 38 under amplification conditions; and 
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amplifying a target sequence present in target nucleic acid derived from a 
Cryptosporidium cugAiii&m which or ganisms that mav be present in the said test sample, 

72. Canceled 

73. (CurrentiyAmended) A method for amplifying Cryptosporidium nucleic acid 
«wftich thaj may be present in a test sample, said method comprising the steps of: 

contacting the said test sample with said primer amplication oligopeptide of 
claim 40 under amplification conditions; and 

amplifying a target sequence present in &jg£t nucleic acid derived from a 
Cryptosporidium organism which organisms that may be present in the said test sample. 

74. (Currently Amended) A kit comprising, in packaged combination, first and 
second oligonucleotides for use in determining the presence of a Cryptosporidium organism 
organisms in a test sample, each of said oligonucleotides comprising a target tiding region bavmg 
arr at ' least 10 contiguous base region which is a t least 80% com p lementary t o an at l e ast 10 
contiguous base region prc serrrin which hybridizes to a target sequence contained present in target 
nucleic acid derived from a Cryptosporidium organism organisms under hybridization conditions, 
said target b inding regi on of said first oligonucleotide being from 18 to 35 bases in length and said 
tar get binding region of said second oligonu cleotide being from 1 8 to 40 bases in length, 

whereint-the said target sequence of said first oligonucleotide is selected from the 
group consisting of SEQ ID NO:l, SEQ ID NO:2, SEQ ID NO:3 and SEQ ID NO;4 a ; 

the wherein said target sequence of said second oligonucleotide is selected from the 
group consisting of SEQ ID NO:48 7 SEQ ID NO:54, SEQ ID NO;60 and SEQ ID NO;6^r and 

wherein neither of said first and s^nnd oligon ucleotides comprises a base regionin 
addition to said forget binding regi on that is capable of stably brndingJo said target nucleic acid 
under said conditions, and 
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wherein said second oligonucleotide optionally includes a 5 T sequence v^dh thai is 
recognized by an RNA polymerase or whi c h &ai enhances initiation or elongation by an RNA 
polymerase. 

Claims 75-82 (Canceled) 

83. (Currently Amended) The kit of claim 74 further comprising a third 
oligonucleotide, whcidLi said third oligonucleotide hag an a t least 10 n coji t iguou$ base region winch 
k at lca st- SQ% complemcntaiy - to an a t leas t 10 comiguous b xsi /.igion pres enHn said third 
oligonucleotide comprising a target binding region from 1 8 to 40 bases in length which hybridizes 
12 a target sequence contained present in target nucleic acid derived from a Cryptosporidium 
Mg&w&m organisms under hybridization conditions , ajud wherein the $aid target sequence ofsaid 
tod o ligonucle o tide i$ being selected from the group consisting of SEQ ID NO:45, SEQ ID NO:51, 
SEQ ID NO:57 and SEQ IDNO:63 , wherein said third oligonucleotide does not comprise a base 
region in addition to said target binding region that is capable of stably binding to said target nucleic 
gcid under said conditions, and wherein said third oligonucleotide optionally includes a 5 1 sequence 
that is recognized bv an RNA polymerase or that enhances initiation or elongation bv an RNA 
polymerase. 

84. Canceled 

85. (Currently Amended) The kit of claim 74 further comprising a third 
oligonucleotide, wherein said third o lig o nucleotide has - an at l e ast 10 contiguous ba&e region which 
is at least 80% cmnpl c mentary to an at l&ast 10 contiguous bas e regi o n p r^&cnt hi Raid third 
oligonucleotide comprising a target binding region from 1 8 to 40 bases in length which hybridizes 
Jo. a target sequence con t ained present in target nucleic acid derived from a Cryptosporidium 
organism organisms under hybridization condition s, and wh e rain the said target sequence of-said 
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fltuil oUg o nuiIeotidc is being selected from the group consisting of SEQ ID NO;46 s SEQ ID NO:52 9 
SEQ ID NO:58 and SEQ ID NO:fi4, wherein said third oligonu cleotide does not comprise a base 
region In add-on tn said target binding r egion th a t i s enable of fftftb l v binding to ?aid target nucleic 
acid under said conditions flnH wherein said third oligonucleotide optionally includes a 5 r sequence 
that is reeoppiMd bv art RNA polymerase or that enhances initiation or elongat io n b y m R NA 

pol y mer a se 



Claims 86 and 87 (Canceled) 



88. (Currently Amended) A kit comprising, in packaged combination, first and 
second oligonucleotides for use in determining the presence of a Cryptosporidium organism 
organisms in a test sample, each of said oligonucleotides comprising ^ tffnei binding region from 
IS to 35 bases in length having an at least 10 contiguous base region wliidi is - at l e ast 80% 
complement^)' to an at least 10 contiguous base region p+esen t in that hybridizes Jo a target 
sequence containe d present in target nucleic acid derived from a Cryptosporidium organism 
organisms under stringent conditions, 

whereinHSie gaid target sequence of said first oligonucleotide is selected from the 
group consisting of SEQ ID NO:l, SEQ ID NO:2, SEQ ID NO:3 and SEQ ID NCHrrmd 

tlm wherejrt said target sequence of said second oligonucleotide is selected from the 
group consisting of SEQ ID NO:21, SEQ ID NO:23, SEQ ID NO:25 and SEQ ID NO:27* 

vdwein neither of said first and second oligonucleotides comprises a base region in 
addition to said target binding region that is capable of st ably binding to saidJarget nucleic acid 

under said conditions, and 

w foftffiin said first oligonucleotide does not hybridize to nu cleic acid derived from a 
non-Crvptosporidium or ganism in said test samp l e to for m a probe:non-tarpet hybrid stable for 
detection under said conditions. 
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Claims 89-91 (Canceled) 

92. (Currently Amended) The probe of claim *6-l 7 wherein said olig o nucl e otide 
hasTt the base sequence of said target binding region is fiillv whidiis 100% complementary to the 
base sequence of the said target sequence. 

93. (Currently Amended) A probe mix comprising the sak| probe of claim 16 and 
a first helper oligonucleotide, wherein the base sequence of said first helper oligonucleotide is at 
least 80% complementary to the base sequence of a target sequence selected from the group 
consisting ofSEQ ID NO:21 , SEQ ID NO:23, SEQ ID NO:25 and SEQ ID NO:27, 

94. (Previously Added) The probe mix of claim 93 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is at least 
80% complementary to the base sequence of a target sequence selected from the group consisting 
of SEQ ID NO:22, SEQ ID NO:24, SEQ ID NO:26 and SEQ ID NO:28. 

95 . (Currently Amended) A probe mix comprising the said probe of claim 1 7 and 
a first helper oligonucleotide;, wherein the base sequence of said first helper oligonucleotide is at 
least 80% complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:21, SEQ ID NO:23, SEQ ID NO:25 and SEQ ID NO:27. 

96. (Previously Added) The probe mix of claim 95 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is at least 
80% complementary to the base sequence of a target sequence selected from the group consisting 
of SEQ ID NO:22, SEQ ID NO:24, SEQ ID NO:26 and SEQ ID NO:28. 
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97. (Currently Amended) A probe mix comprising the said probe of claim 1 8 and 
a first helper oligonucleotide, wherein the base sequence of said first helper oligonucleotide is fully 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:21, SEQ ID NO:23, SEQ ID NO:25 and SEQ ID NO:27. 

98. (Previously Added) The probe mix of claim 97 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is folly 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:22, SEQ ID NO:24, SEQ ID NO:2<5 and SEQ ID NO:28. 

99. (Currently Amended) The primer amplification oligonucleotide of claim 3 8, 
wherein said o ligonucleotide has a the base sequence of said target binding region "w hich is 100% 
is folly complementary to the base sequence of lite said target sequence. 

1 00. (Currently Amended) A set of amplification primers oligonucleotides for use 
in amplifying a nucleic acid sequence present iniarget nucleic acid derived from a Cryptosporidium 
orga nism onanisms under amplification conditions , said set of prim e r* amplification 
oligonucleotides including first and second primers amplification oligonucleotides, wherein: 

said first primer am plification oligonucleotide is said prime r amplification 
oligonucleotide of claim 38; and 

said second primer am plification oligonucleotide comprises an oligonucleotide having 
a target binding region, wherein the base sequence -which of saidjtarget binding region is at least 80% 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:45 ? SEQ ID NO:46, SEQ ID NO:51, SEQ ID NO:52, SEQ ID NO:57, SEQ ID NO:58, SEQ 
ID NO;63 and SEQ ID NO:64 A 

wherein said ta r get binding re gion of said second amplification oligonucleotide 
hybridizes to said target sequence un d er amplification conditions. 
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wh , q-ein said second amplification oligonucleotide does not comprise a base region 
fn addition to said target binding region that is capable of stably bindin g to said target nucleic acid 
ynder said conditions, and 

wherein said second amplification olig onucleotide optionally includes a 5 1 seq uence 
that is recognized by an RNA polymerase or that enha nces initiation or elongation bv an fiNA 
polymerase . 

101. (Currently Amended) The primer set of amplification oligonucleotides of 
claim 100, wherein the said target sequence of said second primer amplificati on oligonucleotide is 
selected from the group consisting of SEQ ID NO:45, SEQ ID NO:51, SEQ ID NO:57 and SEQ ID 
NO:63. 

102, (Currently Amended) The primer set of amplification oligonucleotides of 
claim 100, wherein the said target sequence of said second primer amplification oligonucleotide is 
selected from the group consisting of SEQ ID NO:46, SEQ ID NO;52, SEQ ID NO:58 and SEQ ID 
NO:64. 

Claims 103-105 (Canceled) 

1 06. (Currently Amended) A set of amplification primers oligonucleotides for use 
in amplifying a nucleic acid sequence present in target nucleic acid derived from a Cryptosporidium 
o rganism organisms under Amplification conditions , said set of primers amplification 
oligonucleotides including first and second pinn e rs amplification oligonucleotides, wherein: 

said first prime r amplification oligonucleotide is said prime r amplification 
oligonucleotide of claim 40; and 

said second primer amplification oligonucleotide comprises an oligonucle o tide a 
target binding region wherein the base sequence of said primer target binding region is fully 
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complementary to the base sequence of a target sequence selected from, the group consisting ofSEQ 
ID NO:45, SEQ ID NO:46, SEQ ID NO:51 t SEQ CD NO:52, SEQ ID NO:57, SEQ ID NO:58, SEQ 
ID KO:63 and SEQ ID NO;64 A 

herein said target binding region of sa id second amplification oligonucleotide 
hybridize? to said target sequence under amplificatio n conditions. 

wherein said second amplification olig onucleotide does not comprise a base region 
in addition t n g jud target binding region that is ca pable of stablv binding to said target nucleic acid 
under said conditions, and 

wherein said second amplification oligonucleotide o ptionally includes a 5* sequence 
that is recogni7ed bv an RNA polymerase or that enhances initiation or elongation bv an RNA 
polymerase. 

107. (Currently Amended) Tha primer set of amplification o ligonucleotides of 
claim 106 ? wherein the said target sequence of said second printer amplification oligonucleotide is 
selected from the group consisting of SEQ ID NO:45, SEQ ED NO:51 ? SEQ ID NO:57 and SEQ ID 
NO:63. 

108. (Currently Amended) The p rime r set of amplification oligonucleotides of 
claim 106, wherein the sajyd target sequence of said second primer amplificatio n oli gonucleotide is 
selected from the group consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:5S and SEQ ID 
NO:64. 

1 09. (Currently Amended) The method of claim 5 1 , wherein said o li go nucleotide 
has-a Ih£ base sequence which - h 100% of said target binding region is fully complementary to the 
base sequence of the gftid target sequence. 



Page 17 of 37 



PAGE 23/129 * RCVD AT 12/23/2003 5:32:24 PM [Eastern Standard Time] * SVR:USPT0-EFXRF-1/4 * DNIS:8729306 * CSID:85841Q8922 * DURATION (mm-ss):32-34 



12-23-2003 15:23 FROU-Gen-Probs Inc. 



8584103922 



T-151 P. 024/068 F-293 



REPLY 



Serial No. 09/954,695 
Atty, Docket No. GP116-02.UT 



110- (Currently Amended) The method of claim 54 further comprising a second 



amplification prime r oligonucleotide, said second prime r amplificati on oligonucleotide comprising 
a target binding region from 1 8 to 40 bases in length that hybridizesJo au oligonucleotide having an 
at l&ast 10 ^ouiiguaus4j4^e itgion r ^hieh is at least 80% c o mpl e mentary to an at least 10 contiguous 
ba^e regior r p r esent ra a target sequence selected from the group consisting of SEQ ID NO:45, SEQ 
ID NO:51, SEQ ID NO:57 and SEQ ID NO:63 under said conditions, wherein said second 
^nplification oligonucleotide does not comprise a base re gion in addition to said target binding 
region that is capable of stablv binding to said targ et nucleic acid under said conditions, and wherein 
said second am plification oligonucleotide optionally includes a S 1 sequence tha t is recognized bv an 
RNA polymerase or that enhances initiation or elongation by an RNA polymerase . 



of determining the presence of tfag amplicou amplified t arget sequenc e in a said test sample with a 
hybridization assay probe, wherein said probe comprises an oligonucl e otide whi c h a target binding 
region from 1 8 to 35 bases in length that hybridizes to the a target sequence present in said amplicon 
amplified t aigct seque nc e under stringent conditions to form a probe^arget hybrid stable for 
detection, *aid oligonucl e o t ide having an at least 10 contigu o us base r e gion which is at l e ast 80% 
complcmcnUi^ to an at least 10 con t iguous base re gion presen t- in the amplified targ e t sequ e nc e , 
■whe rein th e said amplified target sequence is being selected from the group consisting of SEQ ID 
NO:l> SEQlDNO:2 ? SEQ ID NO:3 and SEP ID NQ:4, wherein said probe does not compriseaJiase 
region in addition to said target binding region that is capable of stably binding to said amplicon 
under said conditions, and wherein said probe does not hybridize to nucleic acid derived from a non- 
Cryptosporidium organism in the said test sample to form a probe:non~target hybrid stable for 
detection under the atvlngcn t said conditions. 




1 12. (Currently Amended) The method of claim 54 further comprising a second 
amplification prim e r oligonucleotide! said second primer amplification oligonucleotide comprising 
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a target bindi ng re g* on frorn 1 8 tn 40 hases in hybridizes to au oligonucleotide liavlxxg an 

at least 10 contiguous base .regi o n which is at leaat 80% c o mplementaiy to An at l e ast 10 coi iL iguum> 
baac rcgionpxesent in a target sequence selected from the group consisting of SEQ ID NO:46, SEQ 
ID NO:52, SEQ ID NO:58 and SEQ ID NO:64 under said conditions, wherein said second 
amplification oligonucleotide does not com prise a base region in addition to said target binding 
region that is capable of stahlv binding to said target nucleic ac id under said conditions, and wherein 
said second amplification oligonucleotide optionally includes a 5' sequence that is re cognized bv an 
RNA polymerase or that enhances initiation or elongation bv an RNA polymerase 



hybridization assay probe, wherein said probe comprises ai r ollgunuclcotid e wliich a target binding 
region from 18 to 35 bases in length that hybridizes to the a target sequence present in said ainplicon 
amplified t arget sequence under stringent conditions to form a probertarget hybrid stable for 
detection, sai d o hg o nud e o t idc - having an at least 10 contiguous 1 b asg region which i$ at least 8Q% 
coiiipluximiUij' to an at least 10 contiguous base r egion pres e nt in th e amplified tar gefrs equ e nc e , 
wh er ein t he said amplifi e d target sequence is being selected from the group consisting of SEQ ID 
NO:l, SEQ ID NO:2, SEQ ID NO:3 and SEQ ID NO:4. wherein said probe does not comprise a base 
region in_addition to sa id target binding region that is capable pf stab ly binding. to said amplicon 
under said conditions, and wherein said probe does not hybridize to nucleic acid derived from a non- 
Cryptosporidium organism in the said test sample to form a probe:non-target hybrid stable for 
detection under th e s tr ingent said conditions. 



determining the presence of the amplicon amplified target sequence in a said test sample with a 
hybridization assay probe, wherein said probe comprises an oligonucleotide which a target binding 
region that hybridizes to the a target seq \i ?nce present in said amplicon amplifi e d t arget sequence 





1 1 4. (Currently Amended) The method of claim 7 1 further comprising the step of 
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under stringent conditions to form a probe:target hybrid stable for detection, wherein said 
oligonucleotide h&g- a the base sequence of said target binding region ■ whi c h is at least 80% 
complementary to the base sequence of said ta rget sequence amplified taiget sequ e nce, wherein the 
said target Amplified t aigct scquen e c ris freing selected from the group consisting of SEQ ID NO: 1 ? 
SEQ ID NO:2 ? SEQ IDNO;3 and SEQ ID NO:4, wherein said probe does not comprise a base region 
in addition to Raid target, binding reg ion that is capable of stablv binding to said amplicon under said 
conditions, and wherein said probe does not hybridize to nucleic acid derived from a non- 
Cryptosporidium organism in the said test sample to form a probemon-target hybrid stable for 
detection under the stringen t said conditions. 

115. (Currently Amended) The method of claim 71 further comprising a second 
amplification primer oligonucleotid e. i>aiJ second prime r comprising an oligonucleotide having a 
target binding region wherein the n base sequence of said target binding region which is at least 80% 
complementary to a the base sequence of a target sequence present in target nucleic acid derived 
from Cryptosporidium organisms, said target sequence being selected from the group consisting of 
SEQ ID NO:45 5 SEQ ID NO:51, SEQ ID NO;57 and SEQ ID NO^ 

wherein sai d target binding region hybridizes to said target sequence under said 

conditions, 

wherein said second amplification oligonucleotide does not comprise a base region 
in addition to said target binding region that is capable of stablv binding to said target nucleic acid 
under said conditions, and 

wherein said second amplification oligonucleotide optionally includes a 5 r sequence 
that is recognized by an RNA polymerase or that enhances initiation or elongation by an RNA 
polymerase . 

116. (Currently Amended) The method of claim 115 further comprising the step 
of determining the presence of the amplicon amplified target sequence in a said test sample with a 
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hybridization assay probe, wherein said probe comprises aju uligunucleoiHt which a target bidding 
region that hybridizes to the a target seq uence present in said amplicon amplified target sequence 
under stringent conditions to form a probe:target hybrid stable for detection, wherein said 
olig o nucleoti d e has a the base sequence of said target binding region which is at least 80% 
complementary to the base sequence of said target sequence amplified targ e t s e quence , whe t ehrthe 
said amplified target sequence is being selected from the group consisting of SEQ ID NO:l, SEQ 
ID NO:2, SEQ ID NO:3 and SEQ ID NO:4, wherein said probe does not comprise a base region in 
addition to said target binding reg i on that is capable of stablv binding t o said amplicon under said 
conditions, and wherein said probe does not hybridize to nucleic acid derived from a non- 
Cryptosporidium organism in the said test sample to form a probernon-taxget hybrid stable for 
detection under the stringent said conditions. 




target binding region, wherein the a base sequence of said target binding region which is at least 80% 
complementary to a dig base sequence of a target sequence present in target nucleic acid derived 
from Cryptosporidium organisms, said target sequence being selected from the group consisting of 
SEQ ID NO:46 s SEQ ID NO:52, SEQ ID NO:58 and SEQ ID NO:64 

wherein said target binding Tegion hybridizes to said target sequence under said 

conditions. 

wherein said second amplification oligonucleotide does not comprise a base region 
in addition to said target binding region that is capable of stablv binding to said ta r get nucleic acid 
under said conditions, and 



that is recognized bv an RNA polymerase or that enhances initiation or elongation bv an RNA 
polymerase , 





wherein said second amplification oligonucleotide optionally includes a 5' sequence 
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118. (Currently Amended) The method of claim 117 further comprising the step 
of deterrmoing the presence of the amplicon amplified target sequence in a said test sample with a 
hybridization assay probe, wherein said probe comprises an oligonucleotide whic h ajar g et bi^drn g 
re gion that hybridizes to the a target sequence present in said amplicon amplified target sequence 
under stringent conditions to fonn a probe:target hybrid stable for detection, wherein said 
ollg u iiuckotidc has a the base sequence of said target binding Tegion which is at least 80% 
complementary to the Rese quence of said a mplified target sequence, 1 wherein the said arnpHfied 
target sequence is being selected from the group consisting of SEQ ID NO;l s SEQ ID NO:2, SEQ 
ID NO:3 and SEQ ID NO:4, wherein said probe does not comprise a base region in additio n t o said 
tar get binding rerionthat is capable of stably binding to s aid amplicon under said conditions, and 
wherein said probe does not hybridize to nucleic acid derived from a non~Cryptosporidium organism 
in fee said test sample to form a probe:non-target hybrid stable for detection under the stringent said 
conditions. 

119. (Currently Amended) The method of claim 71, wherein said oligonucleo ti de 
hasra base sequence which of said target binding reg ion is *09% My complementary to the base 
sequence of the said target sequence. 

120. (Currently Amended) The method of claim 119 further comprising the step 
of determining the presence of the amplicon amplified target sequence in a said test sample with a 
hybridization assay probe, wherein said probe comprises an oligonucleotide which ^target binding 
region that hybridizes to the a target sequence present in said amplicon amplified taiget seqmun 
under stringent conditions to form a probertarget hybrid stable for detection, wherein the bags 
sequence of said oligonucleotide target binding region haus a base siqoen&E which is 1009^ folly 
complementary to the base sequence of said amplified target sequence, wherein the saM amplified 
target sequence is feeing selected from the group consisting of SEQ ID NO;l, SEQ ID NO:2, SEQ 
ID NO:3 and SEQ ID NO:4 ? wherein said probe does n ot comprise a base refrifm in addition to said 
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tar get binding region that is capable of stablv binding to said amplicon under said conditions, and 
wherein said probe does not hybridize to nucleic acid derived from a non-Cryptosporidium organism 
in the said test sample to form a probemon-target hybrid stable for detection under the stringcul said 
conditions. 

121. (Currently Amended) The method of claim 119 further comprising a second 
amplification primer oligonucleotid e, said second pilmer comprising an olig o nucleotide having a 
forget binding region, wherein the a base sequence -which of said target bind ing repinn is iflO% fiillv 
complementary to a the base sequence of a target sequence present in targe t nucleic acid derived 
from Cryptosporidium organisms- said target sequence being selected from the group consisting of 
SEQ ID NO:45, SEQ ID NO:51 , SEQ ID NO:57 and SEQ ID NO:63, 

wherein said target binding region hybridizes to said target sequence under said 

conditions, 

wherein said second amplification oligonucleotide does not comprise a base reg ion 
in addition to said targ et binding region that is capable of stablv binding to said target nucleic acid 
under said conditions, and 

wherein said second am plification oligonucleotide optiona lly includes a 5* sequence 
that is reco gnized by an RNA poly merase or that enhances initiation or elongation by an RNA 
polymerase . 

122. (Currently Amended) The method of claim 121 further comprising the step 
of determining the presence of die amplicon amplified targ e t sequence in a test sample with a 
hybridization assay probe, wherein said probe comprises aii oligonucl e otide which a target binding 
region that hybridizes to the a target sequence present irt said amplicon amplified target sequence 
under stringent conditions to form a probe:target hybrid stable for detection, wherein said 
Qligmiuilmlkl e the base seq ue nce of said target binding reg ion has a bas e sequence which is -HX)% 
fully complementary to the base sequence of said amplified target sequence, wherein the gaid 
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amplified target sequence is being selected from the group consisting of SEQ ID NO:l„ SEQ ID 
NO:2 5 SEQ ID NO:3 and SEQ ID NQ:4. wherein said probe does not comprise a base region in 
addition to said target binding regio n that is capable of sta bly binding to said amplicon under said 
conditions, and wherein said probe does not hybridize to nucleic acid derived from a non- 
Cryptosporidiwn organism in the said test sample to form a probe:non-target hybrid stable for 
detection under the s tringent said conditions. 

123. (Currently Amended) The method of claim 119 further comprising a second 
amplification pri m e r oligonucleotid e said sec o nd primei comprising aii-olig o uucleotidc ft target 
binding region, wherein the base sequence of said target binding reg ion havin g a haw . ftfliym»«i 
whi c h is 100% fully complementary to a Jhe base sequence of a target sequence present in target 
nucleic acid derived from Cryptosporidium or ganisms, said target sequence being selected from the 
group consisting of SEQ ID NO:46, SEQ ID NO:52 5 f SEQ ID NO:58 and SEQ ID NO:64> 

wherein said target binding region hybridizes to said target sequence under said 

conditions. 

wherein said sec ond amplification oligonucleotide does not comprise a base region 
in addition to said target binding region that is capable of stahlv binding to said target nucleic acid 
under said conditions, and 

wherein said second amplification oligonucleo tide optionally includes a 5' sequence 
that is recognized by an RNA polymerase or that enhances initiation or elongation bv an RNA 
polymerase. 

124. (Currently Amended) The method of claim 123 further comprising the step 
of determining the presence of the ftmplicon aniplifi e J ta r get A&quiMfle in a said test sample with a 
hybridization assay probe, wherein said probe comprises an o ligonucleotid e vMt\\ a target binding 
region that hybridizes to the a target sequence present in said amp ljgpn amplifi e d tax get scqueun 
under stringent conditions to form a probe:target hybrid stable for detection, wherein the base 
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sequence of said n li^tunuJ e otidft target bindin g region has a base nquencc which is iQQ% fully 
complementary to the fcgse sequence of said amplified target sequence, wh er eimhc m& amplified 
target sequence is being selected from the group consisting of SEQ ID NO:l, SEQ ID NO:2 t SEQ 
ID NO:3 and SEQ ID NO:4, ^h ™" 1 ^4 P r °he does not comprise a base region in addition to said 
target binding region tfapt is capable of stablv bin ding to said amplicon under said conditions, and 
wherein said probe does not hybridize to nucleic acid derived from a non-Cryptosporidiwn organism 
in the said test sample to form a probemon-target hybrid stable for detection under th e stringen t said 
conditions. 

Claims 125-129 (Canceled) 

130. (Currently Amended) The method of claim 73 further comprising the step of 
determining the presence of the amplicon amplified target sequence in a said test sample with an 
oligonucleotide probe, wherein the base sequence of said probe is fully complementary to the base 
sequence of the a amplified target sequence present in said amplicon. and wherein tin $aid amplified 
target sequence is being selected from the group consisting of SEQ ID NO:l, SEQ ID NO:2, SEQ 
ID NO:3andSEQIDNO:4. 

131. (Currently Amended) The method of claim 73 further comprising a second 
amplification prim er oligonucleotide: comprising a target binding region, wherein the base sequence 
of said sec o nd p r imer target binding reg ion is fully complementary to a lis base sequence pf a target 
sequence present in t ar get nucleic acid derived from Cryptosporidium orga nisms, said tarset 
sequence being selected from the group consisting of SEQ ID NO:45, SEQ ID NO:51, SEQ ID 
NO:57 and SEQ ID NO:63 a 

wherein said target binding region hybri dizes to said target sequence under said 

conditions. 
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wherein said second amplification oligonuclep ti4 e d< ^ es ngt comprise a base region 
in addition to said target b indin g region that is capable of stablv binding to $aid target nucleic acid 
under said conditions, and 

wherein sajd second amplification oligonucleot ide optionally includes a 5 1 sequence 
that is recognized bv an RNA polymerase or tha t enhances initiation or elongation by an RNA 
polyniQr^se. 

132. (Currently Amended) The method of claim 1 3 1 further comprising the $tep 
of determining the presence of the amplicon amplified taig e i &equcnac in a said test sample with an 
oligonucleotide probe, wherein the base sequence of said probe is fully complementary to the base 
sequence of the a amplified target sequence present m said amplicon, and wha - cin the said amplifi e d 
target sequence is being selected from the group consisting of SEQ ID NO: 1 , SEQ ID NO:2, SEQ 
ID NO:3 and SEQ ID NO:4. 

133, (Currently Amended) The method of claim 73 further comprising a second 
amplification prime r oligonucleotide; comp risin g a target bindi ng region, wherein the base sequence 
of said seco nd primer target binding region is fully complementary to a the base sequence of a target 
sequence present in target nucleic acid derived from C ryptosporidium organisms, said target 
sequence being selected from the group consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID 
NO:58 and SEQ ID NO:64 a 

wherein said target binding region hybridizes to said target sequence under said 

conditions. 

wherein said second amplification oligonucleotide does not comprise a base region 
in addition to said target binding region that is capable of_s tablv binding to said target nucleic acid 
under said conditions, and 
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wherein sai d ^cnnd amplification oligonucleotide optionally includes a 5 T . sequence 
that is recog ni sed bv an RNA polymerase or that g pfrances initiation or elongation fry an RNA. 
polymerase. 

134. (Currently Amended) The method of claim 133 further comprising the step 
of determining the presence of the amplicon amplified ta r get sequence in a said test sample with an 
oligonucleotide probe, wherein the base sequence of said probe is fully complementary to the base 
sequence of the a amplified target sequence present in said amplicon. ml wlieitlu llii sai d amplified 
target sequence is being selected fcom the group consisting of SEQ ID NO:l , SEQ ID NO:2 3 SEQ 
ID NO:3 and SEQ ID NO:4, 

135. (Currently Amended) The kit of claim 74, wherein ea c h - of said 
i -» irgrtm i r.1 rnf id e s hasm ha&L i^ion which flie base sequence of said target bindi n g region of each said 
oligonucleotide is at least 80% complementary to the base sequence of die said target sequence of 
?aid oligonucleotide . 

136. (Currently Amended) The kit of claim 74, wherein each of said 

piU^iwK - lE n tidcfi ha& a ba&e regi o n which is - 100% the base sequence of said.ta r get binding region 
of each said oligonucleotide is fUIlv complementary to the base sequence of the said target sequence 
of said oliponudeotide . 

137. (Currently Amended) The kit of claim 74, wherein the base sequence of each 
of said o ligonucl e o ti des oligonucleotide is at least 80% complementary to the base sequence of the 
said target sequence of said oligonucleotide . 
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1 38. (Currently Amended) The kit of claim 74, wherein the base sequence of each 
of each said oligonucleotide s oli gonucleotide is fully complementary to the base sequence of the said 
target sequence of said oligonucleotide. 

1 39. (Currently Amended) The kit of claim 83 , wherein each erf- sard 

■ c , , -. m if Vr» i n 1 m a 1 j As e i Kgian whidi the base sequence of said target b i nding region of each said 

oligonucleotide is at least 80% complementary to the base sequence of the said target sequence of 
said oligonucleotide , 

140. (Currently Amended) The kit of claim 83, wherein each of- said 

ft1 i e w m i r.lwitFdftft has a Ijjse iggion which is 100% the base sequence o f said targ e t binding region 
of each said oligonucleotide is fully complementary to the base sequence of the said target sequence 
of said oligonucleotide . 

141. (Currently Amended) The kit of claim 83, wherein the base sequence of each 
of said oligonucleotides oligonucleotide is at least 80% complementary to the base sequence ofthe 
said target sequence of said oligonucleotide. 

142. (Currently Amended) The kit of claim 83, wherein the base sequence of each 
of said oligonucleo t ides oligonucleotide is fully complementary to the base sequence of tto? said 
target sequence of said oligonucleotide . 

143. (Currently Amended) The kit of claim 85 s wherein e ach of said 
fth ' - g f inwrl eo tidcs I iaa a bA&c re g i o n which the base sequence of said target binding regi o n of each said 
oligonucleotide is at least 80% complementary to the base sequence of the said target sequence q£ 
said oligonucleotide . 
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144. (Currently Amended) The kit of claim 85, wherein cadi of said 
tr Uauimt teo t tir v 1 * 1 * £" n>n wh i ch is 100% the base seq uence of said target binding region 
of each said oligonucleotide is fully complementary to the base sequence of the said target sequence 
of said oligonucleotide , 

1 45. (Currently Amended) The kit of claim 85, wherein the base sequence of each 
of said oligonucleo t ides oligonucleotide is at least 80% complementary to the base sequence of the 
?aid target sequence of said oligonucleotide . 

146, (Currently Amended) The kit of claim 85, wherein the base sequence of each 
of said oligonucleotides oligonucleotide is fully complementary to the base sequence of the said 
target sequence of sai d ol i gonucleotide . 

147, (Currently Amended) The kit of claim 88, wherein e ach of said 
n lignni i El ft rrfidas h« a - has c r egion whi c h the base sequence of said target binding region of each said 
oligonucleotide is at least 80% complementary to the base sequeuce of the said target sequence of 
said oligonucleotide. 

148, (Currently Amended) The kit of claim 8S 7 wherein each of said 
cilignnuclei i ti Je\ a base regi o n which is 100% the base sequence of said target bindingregion 
of each said oligonucleotide isJully complementary to the base sequence of the said target sequence 
of said oligonucleotide . 

149. (Currently Amended) The kit of claim 88 ? wherein the base sequence of each 
of said oli&omitlccrtidcs oligonucleotide is at least 80% complementary to the base sequence of the 
said target sequence of said oligonucleotide . 
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1 50- (Currently Amended) The kit of claim 88, wherein the base sequence of each 
of said oligonucle o tides n %pnncleotide i$ fully complementary to the base sequence of the said 
target sequence pf said olig onucleotide, 

151. (Currently Amended) The kit of claim 88 further comprising a third 
oligonucleotid e, wherein said third oligonucleotide has an ai lc«t"K) contiguous - base l e gion which 
is at least 80% luuipkmcntaiy to an A t least 10 contiguous ba^ e region present in from 1? tp 35 bases 
in length that hybridizes to a target sequence c o ntaine d present in target nucleic acid derived from 
a Cryptosporidium o rganism organisms under said conditions, and wher e in the said target sequence 
being of said third oligonucle o tide is selected from the group consisting of SEQ ID NO:22, SEQ ID 
NO:24 9 SEQ ID NO:26 and SEQ ID NO:28. 

152. (Currently Amended) The kit of claim 151, wherein eac h- o f said 
nliginmrlf .n ti rf ft s \ \ sha a k^ w c rmgio n which the base sequence of said target binding region of each said 
oligonucleotide is at least 80% complementary to the base sequence of the said target sequence of 
said oligonucleotide , 

153. (Currently Amended) The kit of claim 15 1, wherein each of said 
n lig n nnclc o tidftft l i flft a ha_s& region which Is 100% the base sequence of said target binding region 
of each said oligonucleotide is fully complementary to the base sequence of the said target sequence 
of said oligonucleotide . 

1 54. (Currently Amended) The kit of claim 151, wherein the base sequence of each 
of said oligonucleotides oligonucleotide is at least 80% complementary to the base sequence of the 
said target sequence of said oligonucleotide * 
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155. (Currently Amended) The kit of claim 151, wherein the base sequence of each, 
of said o ligon u cleo t ides ojigomicleotide is fully complementary to the base sequence of the said 
target sequence of said oligonucleotide . 
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